Erratum to: Spongiimicrobium salis gen. nov., sp. nov., a bacterium of the family Flavobacteriaceae isolated from a marine sponge
T
were iso-C15:1 G, iso-C15:0, C16:1 ω6c and/or C16:1 ω7c and iso-C17:0 3-OH. A polar lipid profile consisted of phosphatidylethanolamine, two unidentified aminolipids and two unidentified lipids. The DNA G+C content was 34.7 mol %, and the major respiratory quinone was menaquinone 6 (MK-6). From the distinct phylogenetic position and combination of genotypic and phenotypic characteristics, the strain is considered to represent a novel taxon in the family Flavobacteriaceae, for which the name Spongiimicrobium salis gen. nov., sp. nov. is proposed. The type strain of S. salis gen. nov., sp. nov. is A6F-11 
Results and discussion

Chemotaxonomic characteristics
The polar lipids of strain A6F-11 T were determined to be composed of phosphatidylethanolamine, two unidentified aminolipids and two unidentified lipids ( Supplementary  Fig. 1 ).
Description of Spongiimicrobium salis sp. nov
The major polar lipids are phosphatidylethanolamine, two unidentified aminolipids and two unidentified lipids (Table 1 ).
Erratum to: Arch Microbiol DOI 10.1007/s00203-016-1227-3
Subsequent to publication it has been noticed that the polar lipid profile given in the above paper is incorrect. The composition of the polar lipid profile has been corrected in the respective sections of the paper as shown below.
Abstract A Gram-stain-negative, strictly aerobic, paleyellow pigmented, rod-shaped, chemoheterotrophic bacterium, designated A6F-11 T , was isolated from a marine sponge collected in Japan. Phylogenetic analysis based on the 16S rRNA gene sequence indicated that the novel marine strain was affiliated with the family Flavobacteriaceae of the phylum Bacteroidetes and that it shared the highest (92.9 %) sequence similarity with Arenibacter palladensis LMG 21972 T . The strain could be differentiated
The online version of the original article can be found under doi:10.1007/s00203-016-1227-3. pH range for growth 6-8 6-9.6 ND 5.5-10.5 5-9 6-8.5
Highest NaCl tolerance (%, w/v) 5 8 6 10 10 10
Nitrate reduction -
Acid production from 
